peptide (residues 61-69) and a H4 peptide (residues 53-60) are shown in purple and yellow, respectively, on both the (H3.3/H4) 2 (PDB 3AV2 exchange rate of each residue, which is mapped onto the crystal structure in Figure 5E , is shown above the peptides.
Supplemental Figure S6. Comparison of H/DX-MS of DAXX bound to H3.3/H4 (A, data reproduced from
Figure 5B , which are also displayed in Figure 6D and E, respectively. Data are displayed as in Figure 2 , such that the stars denoting the centroid values and dotted guidepost-lines serve to highlight the significantly greater m/z shift of the peptides from the H3.2-containing complex compared to the H3.3-containing complex.
